Here, we provide a representation for a complete CTCF motif model based on parsimonious context trees (PCTs) and conditional sequence logos (CSLs). The visualization consists -for each position in the motif -of two parts. First, we plot the parsimonious context tree, which shows which context sequences are equal in the sense that they share the same conditional probability distribution. The symbols on the left indicate which layer of the PCT corresponds to which random variable. Second, we plot a single column of a traditional sequence logo [1] under each leaf of the PCT, representing the conditional nucleotide frequencies in the set of predicted binding sites for that leaf. Each column is horizontally scaled by the number of sequences it represents, since conditional probability distributions that are estimated from few sequences are less reliable than those estimated from a substantially larger amount of data. The scaling factor for the c-th context of tree τ is |C τ | Nc N , where N is the number of sequences in the data set, and N c is the number of sequences that are match to the c-th context.

